LOCUS MAU18263 1665 bp DNA linear BCT 26-OCT-1995 

DEFINITION Mycobacterium avium alkyl hydroperoxidase C (ahpC) gene, complete 

cds, and OxyR homolog gene, complete cds . 
ACCESSION U18263 
VERSION U18263.1 GI: 1040852 

SOURCE Mycobacterium avium 

ORGANISM Mycobacterium avium 

Bacteria; Actinobacteria; Actinobacteridae; Actinomycetales; 
Corynebacterineae; Mycobacteriaceae; Mycobacterium; Mycobacterium 
avium complex (MAC) . 
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Query Match 14. 1%; score 235.8; DB 1; Length 1665; 

Best Local Similarity 55.3%; Pred. No. 5.7e-48; 

Matches 506; Conservative 0; Mismatches 397; Indels 12; Gaps 2; 
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GTTGGTGGAGCGCTCCACCCGGCGTGTCTTCTTGACACCCCAGGGCGCCGAGCTGCTGCC 921 
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• 829 GCCGTCAATGCTGTCCATCGTGGATGAAGAATATCCAGATCTGGAACCTCACATCGTCGA 888 
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1042 GCCGACCGTGCTGGCCGGAATCGCCGAACGGCGGCCCGGCCTGACCCTGCGGGTCACCGA 1101 

889 GGACCAAACCAAGCAT'CTTCTCGCGTTGCTGCGCGACGGCGCCATCGACGTCGCCATGAT 94 8 
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1102 GGACCAGACCGAACGGCTGCTGGCGGTGCTGCGCGAGGGCGCCCTCGACGCGGCGCTGAT 1161 

• 94 9 GGCCCTGCCTTCTGAGGCACCAGGCATGAAGGAAATCCCCCTCTACGACGAAGACTTTAT 1008 
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1162 CGCGCTGCCCGCCGAGACGGCGGGCGTCACCGCGATCCCGATCTACGACGAGGATTTCGT 1221 

1009 CGTCGTTACAGCTAGCGATCACCCCTTCGCCGGCCGCCAAGACTTAGAACTATCCGCCTT 1068 

M I I I I I I I I 1 I I I I I I I I I I I 

1222 GCTCGCGCTTCCGCCGGGCCACCCGCTGGCGGGCAAGCGCCGGGTGCCGGCGACGGCGCT 1281 

1069 AGAAGACCTCGATCTGCTGCTTCTCGACGACGGACACTGCCTCCAGGACCAAATTGTGGA 1128 
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1282 GGCCGACCTGCCGCTGCTGCTGCTGGACGAGGGGCACTGCCTGCGCGACCAGGCGCTGGA 1341 

1129 CCTGTGCCGCCGCGGAGACATCAACCCCATTAGCTCCACTACTGCTGTCACCCGCGCATC 118 8 
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1342 CGTCTGCCACAA.GGCGGGTGTGCGGGCGGAGCTGGCCAAT ACCCGGGCCGC 1392 

118 9 CAGCCTTACCACCGTCATGCAGCTCGTCGTCGCCGGCCTTGGATCCACCTTGGTCCCAAT 124 8 
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1393 CTCGCTGGCCACCGCGGTGCAGTGCGTGACCGGCGGCCTGGGGGTGACGCTCATCCCGCA 14 52 

124 9 CAGCGCAATCCCATGGG7\ATGCACCCGACCAGGACTGGCAACAGCCAACTTCAACTCTGA 1308 

I I I I I I I I I III Ml Mill. I II I III II 

1453 GAGCGCGGTCCCGGTGGAGGCGTCGCGCAGCCGGCTGGGCCTGGCCCAGTTCGCCGCGCC 1512 

1309 TGTCACCGCAAACCGCCGCATTGGATTGGTGTACCGTTCCTCTTCTTCTCGCGCCGAAGA 1368 

Ml I I I M II I II I II I II II I II M M M M I 

1513 GCGCCCGG GCCGGCGCATCGGCCTGGTGTTCCGCTCGTCGAGCGGGCGCGACGACTC 15 69 

1369 GTTCGAACAGTTTGC 1383 

II Mill 
1570 CTACCGCGAGCTGGC 1584 



